Fig. S1
. TMHMM topology for the studied monocot crops.
Fig. S2.
Signal peptide analysis for the studied monocot crops using SignalP4.1 server. Outputs are in three different forms i.e. S, D and Y score. S-score, the average mean of the possible signal peptide; D-score (discrimination score) describes the weighted average of the mean S and the max; Y scores used to discriminate signal peptides from non-signal peptides. . ERRAT analysis of studied for the studied monocot crop species. Error value is represented on X axis, two lines drawn to indicate the confidence and possibility to reject regions that exceed error value. Overall quality factor is expressed as the percentage of the protein calculated. 95% or higher provide good high-resolution structures. For lower resolutions (2.5 to 3A) the average overall quality factor is around 91%. 
